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lasmodium falciparum in different age groups in Karachi-
akistan
.A. Qamar
G.D.G. College, North Karachi 75850, Pakistan
Background: Malaria is a parasitic disease caused by differ-
nt species of Plasmodium showing symptoms of high fever, chill,
u like condition, headache and anemia, spread by the transfer of
athogens by female Anopheles mosquitoes, transfusions of blood
nd blood products. There are four species of Plasmodium, such
s Plasmodium falciparum, P. vivax, P. ovale and P. malaria, but in
akistan there is no any evidence of last two species except P. fal-
iparum and P. vivax. The severity of the diseases not only depends
n the species of Plasmodium but also on age, sex, immunity,
utritional values, general health and socio-economic condition
hereas P. falciparum malaria or cerebral malaria is dangerous
mong four Plasmodium species because it increase the mortality
ates throughout the world.
Methods: The study area was located in Karachi region, on the
oast of Arabian Sea, which based on different districts including
istrict South, East,West, Central andMalir. The Performawas pro-
ided and ﬁlled at the time of survey. Each house was visited once
week and participants having high temperature and history with
evere headache and chill were thoroughly examined and blood
mear was taken.
Thick and thin blood smears were examined and the thin blood
mears were ﬁxed in 100% methanol and stained in 2% Giemsa.
ifferent stages of Plasmodium species especially P. falciparum and
. vivax were investigated under the oil immersion and the number
f parasites/200 white blood cells (WBCs) were counted.
Results:Total 1400peoplewereexaminedbetween theageof2-
2 years and 1762 for above 12 years during 2002 to 2004, inwhich
26 and 164 were found infected with P. falciparum respectively.
n 2002 infection were recorded (32.7%) and (6.3%), in 2003 (20.9%)
nd (9.5%), while during 2004 infection were recorded (18.1%) and
11.6%). in age 2-12 years and above 12 years likewise.
Conclusion: Early detection of the parasite on thick and thin
lms may help to reduce the morbidity and mortality associated
ith falciparum malaria, it is also concluded that patients between
he ages of 2-12 years are more infected than those above 12 years.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.717fectious Diseases 16S (2012) e158–e316
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Background:ThedetectionofAcanthamoebausingmorphologi-
cal analysis is comparatively easier, but the taxonomyat the species
level still remains unclear. Many researchers have been used var-
ious kinds of non-morphological methods for the taxonomy of
Acanthamoeba spp. as several studies have been demonstrated that
there are numerous inconsistencies between the classiﬁcation of
Acanthamoeba strains. To evaluate the genetic diversity we have
analyzed ﬁrstly nuclear small subunit ribosomal RNA (18S rRNA)
gene and now we are reexamining by using mitochondrial small
subunit ribosomal RNA (Mt 16S rRNA) gene.
Methods: We have collected 27 Acanthamoeba clinical isolates
fromKanazawauniversityHospital, Japanandstudiedphylogenetic
relationships using various methods including DNA sub-cloning
and sequencing of the 18S rRNA. This time we are comparing and
reevaluating Acanthamoeba isolates using sequence of the Mt 16S
rRNA for the detection and genotyping characterization, by using
multiple phylogenetic analyses.
Results: Phylogenetic analysis using partial sequences of 18S
rRNA revealed that most of the Acanthamoeba isolates belonged to
T4 genotype (23 isolates), and others were belonging to T3 (3 iso-
lates) and T5 (single isolate). In this study, some samples showed
multiple-genotypes infection proﬁle that indicates the instance
of repeated infections from contact-lens containers or a typical
feature of amebic ploidy. Although 18S rRNA sequence data are
highly acceptable and useful for the identiﬁcation and distinction
of Acanthamoeba isolates, but the results were somehow ambigu-
ous within T4 genotypes, sub-genotype levels of variations, which
was observed including reference sequences of multiple species.
However, those clustering of sub-genotypes were not supported
well statistically by bootstrap values due to the conserved feature
of 18S rRNA gene locus.
Conclusion: Mt 16S rRNA might be 2nd option as it has an
advantage over nuclear 18S rRNA due to the high diversity in Mt
SSU rRNA gene that can distort the phylogenetic analysis in the
18S rRNA gene. In addition, to improve the resolution of phyloge-
netic analysis and to address the species names and diversity in the
sub-genotype, we have started further genotyping analyses target-
ing multiple gene loci, including amino acid coding regions using
Mt16S rRNA gene.
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